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sequence set forth in SEQ ID NOS: 19 or 38-49 under moderately stringent condition/ 
operably linked to suitable regulatory sequences; 

(iii) a chimeric gene comprising (a) an isolated nucleic acid fxamj^nt encoding 
a com delta-9 steaxoyl ACP desatura^e wherein said dessturase ha5 an. amino afcjd sequence 

\ identity of a.t least 80% based on the Clustal meUiod of alignment when con^^ared to a second 
polypeptide selected, from. SEQ ID N0S:9 or 11, or a functionally equival^t pubfxagmenl: 
thereof, or the reverse complement of eiUier the fragment or subfragm^t, and (b) a shrunken 
I intron/exon, operably linked to suitable regulatory sequences; 

(iv) a chimeric gene comprising (a) an isolated nucleic acid fragment encoding 
a com delta-9 stearoyl ACP desaturase wherein said desaturase^as an amino acid sequence 

r identity of at least 80% based on. the Clustal method of alignialent when compared to a second 
polypeptide selected from SEQ ID NOS:9 or U, or a functionally equivalent subfragment 
thereof, or the reverse complement of either the fragmen/ or subfragment, 0^) an isolated 
nucleic acid fragment comprising a com oleosin prom/ter wherein said promoter can be full 
length or partial and said promoter; (1) comprises / nucleotide sequence having a sequence 
idemity of at least 80% based on the Clustal method of alignment when compared to the 
nucleotide sequence in any of SEQ ID NOS:] 9^r 38-49 or (2) the isolated nucleic acid 
fragment comprising a full length or part:ial c6m oleosin promoter hybridizes to the nucleotide 
sequence set forth in SEQ ID NOS: 19 or 38-49 under moderately stringent conditions, 
operably linked to suitable regulatory sequences, and (c) a shrunken 1 intronyexon, operably 
linlced to suitable regulatory sequence^ 

wherein expresssionyof the chimeric gene results in an altered com stearic acid 

phenotype. 

173. (new) Ay^ etJiod of improving the carcass quality of an animal by feeding 
the animal a carcass quality improving amount of animal feed derived from the processing of 
com, grain obtained from a corn plant or plant part which comprises a chimeric gene selected 
from the group consisnng of: 

(i) aychimeric gene comprising an isolated nucleic acid fragment encoding a 
com delta- 12 de&aturase wherein said fragment lias a nucleic acid sequence identity of at least 
80% based onm& Clustal method of alignment when compared to a nucleic acid as set forth in 
SEQ ID NOS: I ot 2, or a functionally equivalent subfragment thereof, or the reverse 
complement of either the fragment or subfragment, operably linked to suitable regulatory 
sequencefs; 

(ii) a chimeric gene comprising (a) an isolated nucleic acid fra.gment encoding 
a cor^i delta- 1 2 desaturase wherein said fragment has a nucleic acid sequence identity of at 
least 80% based on the Clustal method of alignment when compared to a nucleic acid as set 

irth in SEQ ID NOS: 1 or 2, or a functionally equivalent subfragment thereof, or the reverse 
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complement of either the fragment or subfiragment, and (b) an. i solated nucl eic acid fragm^. 
comprising a com oleosin promoter wherein said promoter can. be fuJl length or parti^d 
said promoter: (1) comprises a nucleotide sequence having a sequence identity of^least 
gO% based, on the Clustal method of alignment when compared to the nucleotidfi^quence in 
any of SEQ ID N0S:19 or 38-49 or (2) the isolated nucleic acid fragment comprising a full 
\ length or partial com oleosin promoter hybridizes to llie nucleotide sequenc/ ^et forth in SEQ 
ID NOS: 19 or 38-49 under moderately stringent conditions, operaljly linjfed to suitable 

regulatory sequences; / 

(iii) a chimeric gene comprising (a) an isolated nuclej/ acid fragment encoding 
a com d.elta-12 desaturase wherein $aid fragment has a nucleic acj/sequence identity of at 
least 80% based on the Clustal method of alignment when coimj^axed to a nucleic acid as set 
forth in SEQ ID NOS: 1 or 2, or a functionally equivalent sujzffi-agment tliereof, or the reverse 
complement of either llie fragment or subfragment, and (h/& sbiunken 1 inUon/exon, operably 
linked to suitable regulatory sequences; / 

(iv) a chimeric gene comprising (a) ar/solated nucleic acid fragment encoding 
a com. deUa-12 desaturase wherein said fragment b&s a nucleic acid sequence identity of at 
least 80% based on the Clustal metliod of alignn^fent when compared to a nucleic acid as set 
forth in SEQ ID NOS: 1 or 2, or a functionall/equivalent subfragment thereof, or the reverse 
complement of either iJie fragment or subft^ment, (b) an isolated nucleic acid fragment 
comprising a com oleosin promoter wheifein said promoter can be full length or partial and 
said promoter; (1) comprises a nuclejftide sequence having a sequence identity of at least 
80% based on the Clustal metliod ofaHgnment when compared to the nucleotide sequence in 
any of SEQ ID NOS: 19 or 38-49 /r (2) the isolated nucleic acid fragment comprising a full 
length, or partial com oleosin m?6moter hyjjridizes to the nucleotide sequence set forth in SEQ 
ID NOS: 19 or 38-49 under n^oderately stringent conditions, operably linked to suitable 
regulatory sequences, and/c) a shnmken 1 inlxon/exon, operably linlced to suitable regulatory 

sequences; / 

whereiTi expresssion of the chimeric gene results in an altered com oleic acid 

phenotype. / 

174. (ne^) A metliod of improving the carcass quality of an animal by feeding tiie 
animal a carets quality improving amount of animal feed derived from the processing of com 
grain, obtained from a com. plant or plant part which comprises: 

(iVa chimeric gene comprising an isolated nucleic acid fragmcait encpding a com 
delta-9 itearoyl ACP desilturase wherein said desaturase has an amino acid sequence identity 
of at l/ast 80% based on the Clustal method of alignment when compared to a second 
polypeptide selected from SEQ ID NOS:9 or 1 1, or a functionally equivalent subfragment 
th/^eof, or the reverse complement of either the fragment or subfragment, and a chimeric gene 
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compriemg an isolated nucleic acid fragment encoding a com delta-12 desatuxase whereij 
said fragment has a nucleic acid sequence identity of at least 80% based on the Clustajrinethod 
of alignment when compared to a nucleic acid as set forth in SEQ ID NOS: 1 or 2, ofr a. 
fimctionaJly equivalent subfragment thereof, or \he reverse complement of either^ie fragment 
or Bubfragment, operably United to suitable regulatory sequences; 
^..^ \ (ii) a chimeric gene comprising (a) an. isolated nucleic acid fragmenl^coding a com. 

delta-9 stearoyl ACP desaturase wherein said desaturase ha* an amino acj<l sequence identity 
of at least 80% based on the Clusta! method of alignment vs^hen compw/d to a second 
polypeptide selected from SEQ ID NOS:9 or 1 1, or a functionally emfivalent subfragment 
Oiereof, or the reverse complemeni of either the fragment or subfr^ent, (b) a chimeric gene 
comprising an isolated nucleic acid fragment encoding a com dprta-12 desaturase wherein 
said fragment has a nucleic acid sequence identity of at Ieast^% based on line Clustal melliod 
of alignment when compared to a nucleic acid as set forth iii SEQ ID NOS: 1 or 2, or a 
functionally equivaleni: subfragment thereof, or the rev«/e complement of either the fragment 
or subfragment, and (c) an isolated nucleic acid fragm/nt comprising a com. oleosin promoter 
wherein said promoter can. be full length or paitial^and said promoter: (1 ) comprises a 
nucleotide sequence having a sequence identity of at least 80% based on the Clustal. method of 
alignment when compared to the nucleotide s^ifuence in any of SEQ ID NOS: 19 or 38-49 or 
(2) Ihe isolated nucleic acid fragment comprising a frill lenglh or partial com oleosin promoter 
hybridizes to the nucleotide sequence seLlbrlih in SEQ ID NOS: 19 or 38-49 under moderately 
stringent conditions, operably linked to/^uitable regulatory sequences, 

(iii) a chimeric gene comprisi/g (a) an. isolated nucleic acid fragment encoding a com 
deUa.-9 stearoyl ACP desaturase wHerein said desaturase has an amino acid sequence identity 
of at least 80% based on the Clu^al method of alignment when compared to a second 
polypeptide selected from SEQ ID NOS:9 or 1 1 , or a functionally equivalent subfragment 
thereof, or the reverse complement of either the fragment or subfragment, (h) a cliimeric gene 
comprising an isolated nu^eic acid fragment encoding a com delta- 12 desaturase wherein 
said fragment has a nudeic acid sequence identity of at least 80% based on the Clustal method 
of alignment when cpmpared to a nucleic acid as set forth in SEQ ID NOS". 1 or 2, or a 
ftinctjonally equivalent subfragment thereof, or the reverse complement of either the fragment 
or subfragment, ind (c) a shrunken 1 intron/exon, operably linked to suitable regulatory 
sequences; 

(iv) /chimeric gene comprising (a) an isolated nucleic acid fragment encoding a com 
delta-9 stearoyl ACP desaturase wherein said desaturase has an amino acid sequence identity 
of at lea^ 80% based on the Clustal method of ali gnment when compared to a second 
polypeiptide selected from SEQ ID N0S:9 or 1 1, or tlic reverse complement thereof, (b) a 
chiirleric gene comprising an isolaled nucleic acid fragment encoding a com delta-12 
de/aturase wherein said fragment has a nucleic acid sequence identity of at least 80% based 
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on the Clustal method of alignment when comp Wto a nucleic acid as set forth in SEQ ID 
NOS- 1 or 2, or the reverse complement thei^(c) an isolated nucleic acid fragment 
comprising a com oleosin promoter wher^said promoter can be Ml length, or partial and 
said promoter: (1) comprises a nuclide sequence having a sequence identity of at least 
80% based on the Clastal methodValignment when compared to the nucleotide sequence m 
\ any of SEQ ID NOS : 1 9 or 3»-a/ot (2) the isolated nucleic acid fragment comprising a full 
length or partial com oleosir^omoter hybridizes to the nucleotide sequence set forth in SEQ 
ID NOS: 19 or 38-49 und/moderately stringent conditions, ar)d (d) a shrunlcen 1 intron/exon, 
operably linked to suit^e regulatory sequences, 

wherein expc^sion of the chimeric gene results in m altered com oil phenotype. 




175. (new) A method of im/roving the carcass quality of an animal by feeding the 
animal a carcass quality improving/amount of animal feed derived from the processing of com 
grain obtained from a com plant Jr plant part, which comprises a chimeric gene compnsing (a) 
an isolated nucleic acid fragmen/ encoding a com delta-l2 desaturase wherein said fragment 
has a nucleic acid sequence ide/tity of at least 80% based on the Clustal method of alignment 
when compared to a nucleic adld as set forth in SEQ ID NOS; 1 , 58 or 59, or a fimctionally 
equivalent subfragment tbereolf, or the reverse complement of either the fragment or 
subfragment, (b) an isolated ifucleic acid fragment comprising a com oleosin promoter 
wherein said promoter can ht full length or partial and said promoter: (1 ) comprises a 
nucleotide sequence havinJa sequence identity of at least 80% based on the Clustal method of 
alignment when compared/to tlie nucleotide sequence in any of SEQ ID NOS:l9 or 38-49 or 
(^-^(2) the isolated nucleic ac/d fragment comprising a full length or partial com oleosin promoter 
h / hybridizes to the nucleotide sequence set forth in SEQ ID NOS: 19 or 38-49 under moderately 
\ stringent conditions, opetably linked to suitable regulatory sequences, and (c) a shrunken I 
intron/exon, operably liAked to suitable regulatory sequences; 

wherein/expresssion of the chimeric gene results in an altered com oleic acid 

phenotype, and 

fijrtber whereiA the com. grain has an oil content in the range from, about 6% to about 
10% on a dry matter basis and further wherein said oil is comprised of not less than about 
60% oleic acid of thi total oil content of the seed. 

176. (new) A. method of improyTng the carcass quality of an animal by feeding 
the animal a carcass quality improving an^t of animal feed derived from the processing of 
com grain obtained from a com plant ojf^lant part which comprises 
(i) a first chimeric gene selejjifed. from the group consisting of: 
^ (a) a chimeric gepl^omprising an isolated nucleic acid fragment encoding a 

u ' com deltar9 stearoyl AGP d^urase wherein said desaturase has an amino acid sequence 



V 
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identity of at least 80% based on tlie Clustal method, of alignment when compared to a se^c^nd 
polypeptide selected from SEQ ID NOS:9 or 1 1 , or a functionally equivalent subfragm^fit 
tliereof, or the reverse complement of either the fragment or subfragment, operablyj^ced to 
suitable regulatory sequences; 

(b) a chimeric gene comprising (1 ) an isolated nucleic acid frag^nt encoding 
a com d.elta.-9 stearoyl ACP desaturase wherein said desaturase has an 8mino^:id sequence 
identity of at least 80% based on the Clustal method of alignm ent when c^i^pared to a second 
polypeptide selected from. SEQ ID NOS:9 orl 1, or a functionally equi^ent subfragment 
thereof, or the reverse complement of either the fragment or subfrarofent, and (2) an isolated 
nucleic acid fragment comprising a com oleosin promoter wherein^aid promoter can be full 
length or partial and said promoter: (A) comprises a nucleotid^equence having a sequence 
identity of at least 80% based on the Clustal method of alignnrfent when compared to tlie 
nucleotide sequence in any of SEQ ID NOS:1.9 or 38-49 o/(BB) the isolated nucleic acid 
fragment comprising a full length or partial com oleosin/romoter hybridizes to the nucleotide 
sequence set forth in SEQ ID NOS: 19 or 38-49 unde^oderately stringent conditions, 
operably linked to suitable regulatory sequences; 

(c) a. chimeric gene comprising (lYan isolated nucleic acid fragment encoding 
acorn delta-9 stearoyl ACP desaturase whereiu^said desaturase has an amino acid sequence 
identity of at least 80% based on the Clusta.LiTiethod of alignment when compared to a second 
polypeptide selected from SEQ ID NOS:9^r 11, or a fiinctionally equivalent subfragment 
thereof, or the reverse complement of ejiiier the fragment or subfragment, and (2) a shrunken 
1 intron/exon, operably linked to suit^le regiilatory sequences; 

(d) a chimeric geneXompristng (1) an isolated nucleic acid fragment encoding 
a com deUa-9 stearoyl ACP des^rase wherein said desaturase lias an amino acid sequence 
identity of at least 80% based^n toe Clustal method of alignm ent when compared to a second 
polypeptide selected from SEQ ID NOS:9 or 1 1, or a fiinctionally equivalent subfragment 
thereof, or the reverse complement of either the fragment or subfragment, (2) an isolated 
nucleic acid fragment /omprising a com oleosin promoter wherein said promoter can be full 
length or partial and/4id promoter: (A) comprises a nucleotide sequence having a sequence 
identity of at leasl/80% based on the Clustal method of alignment when compared to tJie 
nucleotide sequ^ce in any of SEQ ID NOS: 19 or 38-49 or (B) the isolated nucleic acid 
fragment comprising a full length or partial com oleosin promoter hybridizes to the nucleotide 
sequence set forth in SEQ ID NOS; 1 9 or 38-49 under moderately stringent conditions, 
operably Jmlced to suitable regulaiary sequences, and (3) a shrunken 1 intron/exon, operably 
linked Jo suitable regulatory sequences, 

and 

(ii) a second chimeric gene selected from the set consisting of: 
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(a) a chimeric gene comprising an isolated nucleic acid fragment encodij 
com dell;a.-12 desal:urase wherein said fragment has a nucleic acid sequence identity of at lea^t 
80% based on tlie Clu^tal metiiod of alignment when compared to a nucleic 3cid a^et forth in 
SEQ ID NOS: I or 2, or a functionally equivalent subfra-gment thereof, or tlie te\ 
complement of eifeer the fragment or subfragment, operably linked, to suitabl^eguJatory 
sequences; 

(b) a chimeric gene comprising (1) an isolated nucleic aci^fragment encodmg 
a com d.eita-12 desaturase wherein said fragment has a nucleic acid se^ence identity of at 
least 80% based on the Clustal method of alignment when compare^o a nucleic acid as set 
forlh in SEQ ID NOS: 1 or 2, or a functionally equivalent subftagment thereof, or the reverse 
complement of either the fragment or subfragment, md (2) ani^lated nucleic acid fragment 
comprising a com oleosin promoter wherein said promoter cin be f^ll lengtJl, or partial and 
said promoter; (A) comprises a nucleotide sequence havr^g a sequence identity of at least 
80% based on the Clustal method of alignment when cptopared to the nucleotide sequence in 
any of SEQ ID NOS: 19 or 38-49 or (3).the isolated/nucleic acid fragment compri sing a full 
length or partial com. oleosin promoter hybridizes/to the nucleotide sequence set forth in SEQ 
ID NOS: 19 or 38-49 under moderately slringe^/conditions, operably linked to suitable 
regulatory sequences; 

(c) a chimeric gene compri^ixig (I) an isolated nucleic acid fragment encoding 
a com delta-12 desaturase wherein said^agment has a nucleic acid sequence identity of at 
least 80% based on the ClustaJ method of alignment when compared to a nucleic acid as set 
forth in SEQ ID NOS: 1 or 2, or a fijnctionaJly equivalent subfragment thereof, or the reverse 
complement of either the fragmeiW or subfragment, and (2) a shrunken 1 intron/exon, operably 
linked to suitable regulatory sequences; 

(d) a chimeri/gene comprising (1) an isolated nucleic acid fragment encoding 
a com delta- 12 desaturasywherein said fragment has a nucleic acid sequence identity of at 
least 80% based on tlie/Clustal mediod of alignment when compared to a nucleic acid as set 
forth in SEQ ID NOS: 1 or 2, or a functionally equivalent subfragment thereof, or tiie reverse 
complement of eitHer the fragment or subfragment, (2) an isolated nucleic acid fragment 
comprising a com oleosin promoter wherein said promoter can be full leng1;h or partial and 
said promoters; (A) comprises a nucleotide sequence having a sequence identity of at least 
80% based <fe the Clustal method of alignment when compared to the nucleotide sequence in 
any of SEQ ID NOS: 19 or 38-49 or (B) the isolated nucleic acid fragment comprising a full 
length or partial com, oleosin promoter hybridizes to the nucleotide sequence set forth in SEQ 
ID NOS: 19 or 38-49 under moderately stringent conditions, operably linked to suitable 
regulatory sequences, and (3) a shrunken 1 intron/exon, operably linked to suitable regulatory 
sequences, 




